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Lanes: 




FIG. 1a 




Fig. lb 
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Constructs of Vif mutants Binding with GST-Vif (%) 

Mean ± SD 

WT ■■■■■■■■i^HHHHlHBHHHiHHHI 

■HHI^HBMM 

A66-84 ■■ ■■■^■■■■■H 

A85-104 HHi IHHHHHHHI 88± 13 

A105-116 ■■■■■■■ — ■■■■■■■■I 

A116-143 ■■■■■■ ■■■■■■■■■I 124 + 9 

A144-150 ^ — ■■■■■■■ 

A151-164 JHHB^H 31 ±9 

A165-174 ^ — 

A175-192 ■■■■MMHHBH 84 ±6 

A151-192 ■■HBHBHHa 28 ±7 



Fig. 2a 
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Lanes 1 2 3 4 5 



Fig. 2b 
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Fig. 3 
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pVif-VP 



pGAL-VH 



Vif 
GAL4 

or 

GAL4 



VP16 



Vif 



VP16 



GAL4 

binding pG5BCAT 
sequence 



PE1B — jCATgene — 



pSG5GalVP 



Fig- 4a 
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1,3-acetylated CM 



3-acetylated CM 
1-acetylated CM 




Chloramphenicol (CM) 

Origin 
Lanes: 






8 



Fig- 4b 
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Fig. 5 
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Binding affinity titration of Vif protein-associated phages 



